ABSTRACT Here, we report the complete genome sequence of Epizootic hemorrhagic disease virus (EHDV) serotype 6 (EHDV-6), isolated from a Florida white-tailed deer (Odocoileus virginianus) in 2016. To our knowledge, this is the first full genome sequence determined for an EHDV-6 isolate from Florida.
a white-tailed deer in Ohio in 2012 (12) . The OV208 VP2 sequence was aligned in MAFFT 5.8 (13) to 79 orthologous EHDV-1, EHDV-2, and EHDV-6 nucleotide sequences retrieved from the GenBank database. A maximum likelihood (ML) analysis was performed in IQ-TREE (version 1.4.4) using 1,000 nonparametric bootstraps to test the robustness of the clades (14) . Similar to the BLASTN results, the ML analysis supported placement of isolate OV208 as a member of the EHDV-6 clade most closely related to an EHDV-6 isolate from a white-tailed deer in Ohio (12) .
The current study is the first to report the complete genome sequence of an EHDV-6 isolate from Florida white-tailed deer. A recent investigation (7) and the present study have sought to characterize the EHDV serotypes circulating in Florida white-tailed deer as the first step in the development of an efficacious vaccine to curb the impact of EHD on farmed deer populations. Accession number(s). The genome sequence for EHDV-6, isolated from a Florida white-tailed deer (animal no. OV208), has been deposited in GenBank under the accession no. MG886400 to MG886409.
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